analyzed the V6 region of 16S rRNA gene amplified from 106 fecal samples spanning Aves, 23 Mammalia, and Actinopterygii (ray-finned fish). The interspecific abundance-occupancy 24 relationship-where widespread taxa tend to be more abundant than narrowly distributed taxa-25 among operational taxonomic units (OTUs) was investigated within and among host species. In a 26 separate analysis, specialists OTUs that were highly abundant in a single host and rare in all 27 other hosts were identified using a multinomial model without excluding under-sampled OTUs a 28 priori. We also show that intestinal microbes in humans and other vertebrates studied follow a 29 similar interspecific abundance-occupancy relationship compared to plants and animals, as well 30 as microbes in ocean and soil environments; but because intestinal host-associated communities 31 have undergone intense specialization, this trend is violated by a disproportionately large number samples from the obese/lean dataset, three initial time points from the study by Dethlefsen and 119 colleagues, the cattle dataset (except CO1 & CO2), and all newly sequenced samples listed in 120 Table 1 . After removal of OTUs observed only once ('singletons') each dataset was then 121 subsampled randomly without replacement to the minimum sample library size (4986, 8017, and 122 14844 for vertebrate, human, and cattle datasets, respectively) for 100 iterations to construct 123 community matrices. This normalization procedure resulted in OTU counts less than one in 124 many cases because some OTUs were not represented in all subsamples taken at each iteration. Thermosulfobacteria, Thermotogae, TM7, and WS3 were represented by 1-20 specialist OTUs and were omitted from the table. "_F" 507 and "_UG" represent cattle fed forage and unprocessed grain, respectively. 
